Sensor potency of the moonlighting enzyme-decorated cytoskeleton by Norris, Vic et al.
Norris et al. BMC Biochemistry 2013, 14:3
http://www.biomedcentral.com/1471-2091/14/3HYPOTHESIS Open AccessSensor potency of the moonlighting
enzyme-decorated cytoskeleton: the cytoskeleton
as a metabolic sensor
Vic Norris1,2*, Patrick Amar3, Guillaume Legent1,2, Camille Ripoll1,2, Michel Thellier1,2 and Judit Ovádi4Abstract
Background: There is extensive evidence for the interaction of metabolic enzymes with the eukaryotic
cytoskeleton. The significance of these interactions is far from clear.
Presentation of the hypothesis: In the cytoskeletal integrative sensor hypothesis presented here, the cytoskeleton
senses and integrates the general metabolic activity of the cell. This activity depends on the binding to the
cytoskeleton of enzymes and, depending on the nature of the enzyme, this binding may occur if the enzyme is
either active or inactive but not both. This enzyme-binding is further proposed to stabilize microtubules and
microfilaments and to alter rates of GTP and ATP hydrolysis and their levels.
Testing the hypothesis: Evidence consistent with the cytoskeletal integrative sensor hypothesis is presented in the
case of glycolysis. Several testable predictions are made. There should be a relationship between post-translational
modifications of tubulin and of actin and their interaction with metabolic enzymes. Different conditions of cytoskeletal
dynamics and enzyme-cytoskeleton binding should reveal significant differences in local and perhaps global levels and
ratios of ATP and GTP. The different functions of moonlighting enzymes should depend on cytoskeletal binding.
Implications of the hypothesis: The physical and chemical effects arising from metabolic sensing by the cytoskeleton
would have major consequences on cell shape, dynamics and cell cycle progression. The hypothesis provides a
framework that helps the significance of the enzyme-decorated cytoskeleton be determined.Background
The eukaryotic cytoskeleton is a system of protein fila-
ments within the cell that confers structural integrity,
exerts force, responds to stimuli, drives the cell cycle,
performs mechanotransduction and produces motion.
Structural integrity results from the cytoskeleton being a
robust meshwork extending throughout the cytoplasm.
Responses to stimuli result from the cytoskeleton being
a highly dynamic structure, in which filaments associate
with or dissociate from one another, slide, grow and
shrink, and provide tracks for motor proteins and their
cargoes. Changes in cell shape and volume result from
interaction of the cytoskeleton with membrane-bound
receptors, which include growth factor receptors.* Correspondence: victor.norris@univ-rouen.fr
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reproduction in any medium, provided the orA large and growing body of evidence also attests to the
interaction of the cytoskeleton with a variety of metabolic
enzymes [1] and references therein. It has been argued
that the fundamental problem that confronts all cells is
that of generating reproducible phenotypes on which na-
tural selection can act [2]. Clearly, cells face the enormous
challenge of generating a small set of phenotypes – that
must be coherent with the myriads of internal and
external conditions – from hundreds of thousands (if not
millions) of different constituents. Ensuring this coherence
entails sensing and integrating a wide diversity of chemical
and physical information so as to converge onto a few out-
puts. These outputs must affect many of the systems and
hence must be extremely well-connected. Just how cells
achieve this is far from clear.
One evident possibility is that metabolism and signal-
ing are tightly linked to the ultrastructure and dynamics
of the cytoskeleton. The concept of “functioning-
dependent structure” (FDS) was developed to describetd. This is an Open Access article distributed under the terms of the Creative
ommons.org/licenses/by/2.0), which permits unrestricted use, distribution, and
iginal work is properly cited.
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tuents are performing a task (and that disappear when
that these constituents cease performing the task) or the
inverse, namely those structures that only form when
the constituents are not performing their task [3]. A
metabolic FDS comprises enzymes (often sequential in a
pathway) that, for example, assemble into the higher
order structure only when these enzymes are catalyzing
their reactions; in the absence of substrate these
enzymes are therefore free [4]. Modeling the behavior of
such enzymes has revealed that they may be able to gen-
erate waves of metabolites and hence play a role in sig-
naling [5]. A related concept is that of “ambiquitous”
enzymes which can occupy two different positions in the
cell, for example, free or associated with the cytoskeleton
[6]. The concept of ambiquity itself is related to that of
‘moonlighting’, in which a protein has multiple, inde-
pendent functions and plays more than one role in an
organism, however, these functions do not arise from
gene fusions, splice variants, or post-translational modi-
fications [7]. Such moonlighting often involves the dy-
namic, multi-functional cytoskeleton, which is therefore
well placed to transduce a wide variety of internal and
external signals.
Under strong evolutionary pressures, bacteria, which
are highly structured, have had the time and the num-
bers to find the solutions to many problems. One of
these solutions is metabolic sensing. In Bacillus subtilis,
for example, the association of the glucosyltransferase,
UgtP, with the tubulin-like FtsZ couples cell division to
nutrient availability [8]. Here we use the concepts of
FDS, ambiquity and moonlighting to explore the possi-
bility that metabolism and signaling are linked via en-
zyme associations with the cytoskeleton. We propose
that a functioning-dependent co-assembly of metabolic
enzymes plus cytoskeleton – a type of enzoskeleton [9] –
could integrate metabolic information and thereby help
solve the problem of generating a coherent phenotype.Presentation of the hypothesis
Sensing at what level?
It might be argued that sensing is done by individual
proteins (or other macromolecules) rather than by
macromolecular assemblies alias hyperstructures [10]. It
might even be argued that sensing is done by individual
amino acids within proteins. Although all these levels of
organization are involved, the crux of the matter is
which level provides the most meaningful explanation
for the event of interest? Lemke has suggested that
each new emergent level of organization in the dynamics
of a complex self-organizing system functions to re-
organize variety on the level below as meaning for the
level above [11]. In the 3-level paradigm of Salthe,units on level N (e.g. the tubulin cytoskeleton) are consti-
tuted by interactions among the units at the lower level
(N-1) (e.g. tubulin and enzymes), but that of all the pos-
sible configurations which such interactions might pro-
duce at level N, only those actually occur which are
allowed by boundary conditions set at level (N+1) (e.g. the
cell itself ) [12]. We have adopted this sort of thinking in
proposing that the existence of hyperstructures, at a level
intermediate between the macromolecule and the cell,
allows cells to reduce background noise from the lower
level of macromolecules and hence facilitate the emer-
gence of a coherent pattern at the higher level of the cell
itself, thus producing the desired phenotype [10]. If then,
we are to understand the response of the cell to metabolic
information, it should be at the level of intracellular as-
semblies or hyperstructures. A good example of this is the
proposal that the amplification of the signal in bacterial
chemotaxis depends on the size of the chemotactic array
or hyperstructure [13]. In this context, it has also been
argued that for systems at different levels of biological
organization: “three general features can be discerned: (1)
a high off-rate that allows energy-dependent exploration
of an assembly landscape, and selection of a functional
steady state; (2) two- or multi-statedness of the compo-
nents of the system; and (3) induced collapse of the whole
system into singular states” [14]. The dynamical cytoske-
leton has therefore the right characteristics to exploit
(sense) the information in enzymes, much as a company
exploits the information in the registered letters carried by
postmen.
The cytoskeletal integrative sensor hypothesis
The binding to microtubules and to actin filaments of
enzymes responsible for catalyzing different metabolic
pathways allows the cytoskeleton to sense and integrate
metabolic activity (Figure 1). This sensing and integration
occur via alterations in the physical stability and dynamics
of cytoskeletal filaments, in the rates of hydrolysis of GTP
and ATP by cytoskeletal elements and associated enzymes,
and in the levels of metabolites. The consequence of this
integration at both cellular and tissue levels is a regulation
that determines the efficiency of pathways, the moonlight-
ing functions of enzymes, and the coherence of the
phenotype.
The mechanism
The organization of the cytoskeleton is affected by spe-
cific proteins such as Microtubule-Associated Proteins
or MAPs. In neurons, for example, MAPs bind strongly
to MTs to make them relatively stable (in the sense that
they can be isolated) whilst in higher plant cells, MAPs
play a major role in the various dynamic transformations
undergone by the MT network [15]. The cytoskeleton
also binds less strongly to certain enzymes and the
cytoskeletal dynamics









Figure 1 Simple schema of metabolite-sensing. (A) The dynamic
equilibrium between the polymeric forms of a cytoskeletal protein
(red rectangles) depends on some enzymes (green pentagons and
brown circles) binding and stabilizing the polymers when these
enzymes are either active in catalyzing their cognate reactions
(presence of star) or when these enzymes are inactive (absence of
star). Only one type of cytoskeletal protein is shown. (B) The web of
interactions involved in sensing changes in levels of metabolites by
the cytoskeleton. The red arrows inside the ellipse represent the
equilibrium between the polymeric forms that is at the heart of the
sensing. The blue arrows represent the flow of information through
the network following a change in metabolite levels. The thick blue
arrow represents initial effects of changes in metabolite levels on
the equilibrium between cytoskeletal structures with and without
associated enzymes. Thin blue arrows represent subsequent effects
on cytoskeletal dynamics, enzyme activation, enzyme-enzyme
association and on ATP/GTP levels.
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main dynamic. Association with the cytoskeleton
requires specific conformers of enzymes, thus the cyto-
skeleton binds some enzymes when they are active, that
is, catalyzing their reactions, whilst it binds others when
they are inactive. The entire cytoskeletal hyperstructure
with its associated enzymes is therefore an FDS that can
act as a sensitive intracellular sensor.
The levels of nucleotides such as ATP and GTP affect
the binding by the cytoskeleton of enzymes; reciprocally,
the ultrastructure of the cytoskeleton affects the rate and
extent of the hydrolysis of these nucleotides as catalyzed
by either the cytoskeleton itself and/or the cytoskeleton-
associated enzymes.
Since the cytoskeleton and GTP and ATP are central
players in cell architecture and in related physiological
functions, stabilization of the cytoskeleton and regulation
of nucleotide levels then allow the enzyme-associated
cytoskeleton to act as a sensor that helps determine the
phenotype of the cell.The evidence
Macromolecular interactions, compartmentation, chan-
neling and ambiquity have a long history (for references
see [16]). It now turns out that over a hundred proteins,
including many involved in metabolism, change their
distribution in the yeast, Saccharomyces cerevisiae, in
response to altered metabolic conditions, moreover, as-
sociation and dissociation of enzyme foci can be
controlled by availability of specific metabolites, leading
to the suggestion that metabolite-specific, reversible
protein assemblies are common [17,18]. Some of the
proteins involved may interact with the cytoskeleton (for
example, those involved in purine synthesis, see below)
opening up the possibility that the dynamics of these en-
zyme hyperstructures is coupled to the dynamics of the
cytoskeleton. The actin cytoskeleton in S. cerevisiae also
undergoes a major change as cells go from a quiescent
state to growth. In the quiescent state, actin is in the
form of immobile bodies; on resumption of metabolic
activity following refeeding, actin again forms a dynamic
network [19]. The tubulin cytoskeleton in oligodendro-
cytes undergoes a major change as they extend filopodial
processes and contact axons, prior to myelin ensheath-
ment; during this development, oligodendrocytes are
metabolically the most active cells in the CNS [20]. This
unique change, rearrangement of the microtubules dur-
ing differentiation, is associated with the MT cytoskel-
eton binding to specific (marker) proteins such as
myelin basic protein and TPPP/p25 [21].Binding of cytoskeleton to enzymes involved in energy
metabolism
An extensive body of literature attests to the interactions
of metabolic enzymes with microfilaments of actin and
with microtubules. Interactions with microtubular pro-
teins have been observed for the glycolytic kinases, hex-
okinase (HK), phosphofructokinase (PFK) and pyruvate
kinase (PK) as well as aldolase (for references see [22]).
These interactions between tubulin and metabolic
enzymes lead to the formation of distinct hyperstruc-
tures (Figure one in [22]). MT bundling results from the
binding of MTs to glyceraldehyde-3-phosphate dehydro-
genase (GAPDH). MTs also interact with a wide variety
of enzymes, including translation factors, RNA-binding
proteins, signaling proteins and metabolic enzymes [23].
Interactions between MTs and enzymes extend to inter-
actions between MTs and enzyme hyperstructures, as
suggested by evidence that the MT network determines
the distribution and activity of purinosomes in which
purine is synthesized in HeLa cells [24] (but see [25]). In
the case of actin, interaction of microfilaments with
glycolytic enzymes led, in the case of studies on muscle,
to the conclusion that, in general, “actin binds enzymes”.
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more weakly, and such microfilaments bind aldolase and
GAPDH [26,27]. For example, actin bundling and the
formation of actin-based hyperstructures results from
interaction with aldolase in XTH-2 cells from Xenopus
laevis and keratocytes [28]. In plants, protein–protein
interactions have been found between actin and enzymes
that include cytosolic aldolase, three GAPDH isoforms
and two enolase isoforms, as well as between tubulin
and enzymes that include aldolase, GAPDH and sucrose
synthase [29].
Interactions between MTs and enzymes can be
extended to interactions between MT motor proteins
and docking proteins that connect the motor proteins to
their cargoes. Identification of the docking proteins has
shown that they are often moonlighting and have other
functions in, for example, signaling and metabolism (for
references see [30]). These interactions include those:
between a kinesin-related protein, rabkinesin-6, and a
small GTPase, Rab6, involved in membrane trafficking;
between a dynactin complex and spectrin, which binds
to lipids and connects membrane proteins with actin
filaments; between dynein and glucose-6-phosphate de-
hydrogenase [31].
Finally, dynamic interactions between microfilaments
and MTs, which have been proposed to play a major role
in neuronal growth cones [32], have recently been
described in the model plant, Arabidopsis thaliana [33].
We cannot exclude the possibility that such interactions
involve metabolic enzymes thereby taking cytoskeletal
sensing to a very high level of integration. Some support
for this possibility is given by the findings that (1) a frac-
tion from tobacco pollen tubes containing PFK, homo-
cysteine methyltransferase, pyruvate decarboxylase, and
glucan protein synthase promoted the bundling of actin
microfilaments and the interaction of these microfila-
ments with microtubules [34] and (2) in apple pollen,
the binding of actin filaments to a transglutaminase
(which catalyses the reaction between acyl acceptor glu-
tamyl residues and amine donors) led to the aggregation
of actin and to a similar aggregation using tubulin [35].
That said, the binding of metabolic enzymes to both
microfilaments and MTs at the same time may be rare
given that the binding of enzymes to the different cyto-
skeletal filaments is frequently isoform-specific and can
vary with the activity state of the enzyme. This is the
case of PFK: brain PFK does not bind MTs whilst muscle
PFK is relatively inactive when bound to MTs but fully
active when bound to microfilaments [36].
Functioning-dependent binding of enzymes to the
cytoskeleton
The essence of our interpretation of the following results
is that if the binding by the cytoskeleton of an enzymeincreases the probability of catalysis (via for example its
affinity for its substrate), reciprocally, the cytoskeleton
might well have a higher probability of associating with
an enzyme that is active in catalysis. In other words, if
being bound to a cytoskeletal filament confers a con-
formation on an enzyme that allows it to bind its sub-
strate then the activation of the free enzyme by substrate
might promote the binding to this enzyme to the
filament.
Microtubule binding to glycolytic enzymes alters the
catalytic and regulatory properties of these enzymes (see
Table one in [22]). Such binding increases HK activity
(resulting in enhanced glycolytic flux in brain tissue) but
this does not influence MT dynamics and structure. MT
binding to PFK, which is direct [37], leads to a periodic
cross-linking of the MTs and decreases enzyme activity
(by inducing dissociation of the tetrameric enzyme). MT
binding to PK does not affect its activity but impedes
MT assembly. The binding by MTs of the individual
enzymes is influenced by enzyme-enzyme interactions.
Formation of an aldolase-PFK complex prevents the as-
sociation of PFK with MT or, put differently, results in
PFK’s detachment from the MT. Within this complex,
PFK is stable and maintains its catalytic activity, the allo-
steric property is, however, abolished [22].
Results on the interaction of microfilaments with PFK,
GAPDH and aldolase can also be interpreted as consist-
ent with such interaction depending on the state of the
enzyme. Binding to filamentous actin is known to acti-
vate PFK. Recently, it has been shown that insulin sig-
naling increases the association of PFK with actin
filaments and it was suggested that this association plays
a role in the stimulation of glycolysis by insulin [38]. In
serum-depleted cells, the cytoplasmic GAPDH is coloca-
lised with actin stress fibers whereas in the presence of
serum, this enzyme is distributed homogeneously [26].
In quiescent cells, aldolase is colocalised along stress
fibers whereas in motile cells it is behind the ruffles at
the leading edge of the cell [39]. In the presence of fruc-
tose-1,6-bisphosphate, a G-actin-aldolase mixture poly-
merizes to a higher viscosity and forms stiffer filaments
than pure actin of the same concentration whilst in per-
meabilized cells in the presence of fructose-1,6-bispho-
sphate, aldolase goes from association with actin fibers
to association with intermediate filaments [28]. In maize,
the presence of sucrose is required for the association of
sucrose synthase with microfilaments in vitro and prob-
ably in vivo [40].
Interactions between metabolites and the cytoskeleton
are closely related to those between enzymes and the
cytoskeleton and, in terms of metabolic sensing, are
even more direct. It has been found, for example, that
cardiac steroids acting via the Na+/K+-ATPase and the
ERK1/2 signaling pathway induce formation of clusters
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MTs but also glycogen [41].
Cytoskeletal control of and by ATP/GTP levels
Energy dissipation is critical for the dynamic non-
equilibrium behavior of microfilaments and microtubules
as when ATP and GTP associated with actin monomers
and tubulin dimers, respectively, are irreversibly hydro-
lyzed into ADP and GDP [42]. How might this be linked
to the cytoskeleton sensing metabolic activity? There is
ample evidence that the association between cytoskeletal
filaments and metabolic enzymes can affect the structural
and functional features of both partners in a two-way rela-
tionship with nucleoside triphosphate levels; on one hand,
the altered hydrolytic potency of the cytoskeletal filaments
modifies the nucleoside triphosphate levels, and, on the
other hand, the stability, dynamic and hydrolytic activity
of the cytoskeleton is modified by the nucleoside triphos-
phate levels. One example of how GTP or ATP availability
affects cytoskeletal dynamics is treadmilling, a nucleoside
triphosphate-dependent process in which filament length
remains approximately constant while subunits are added
to the (+) end and removed from the (−) end of the fila-
ments. The efficiency of MT treadmilling is related to
whether tubulin dimers are incorporated into the micro-
tubule treadmill, a process that varies with GTP concen-
tration [43] A second example is the dependence of MT
dynamics on MT motor proteins (like Kin-I kinesins),
which use ATP hydrolysis to do mechanical work [44]. A
third example is the possible control by the GTP level of
the polarization of the actin cytoskeleton of migrating cells
via small GTPases of the Rho family [45]; in this control,
these GTPases are active when bound to GTP and inactive
when bound to GDP; this binding is regulated by Guanine
Exchange Factors and the opposing GTPase Activating
Proteins such that the ratio of binding of GTP
versus GDP to the small GTPases reflects the cytosolic
level of GTP:GDP and the local concentration of the ex-
change factors and activating proteins [46]. Actin
stress fibers assemble in response to a signaling cascade
in which the GTP-bound form of RhoA [47] (1) acti-
vates Rho-associated kinase which inhibits the
depolymerization of actin filaments (via LIM kinase and
actin depolymerizing factor/cofilins) [48], (2) induces
contractility (via myosin light chains) [49] and (3) acti-
vates formins, Rho-GTPase effector proteins, involved
in actin polymerization [50].
What then of the inverse – is there evidence that cyto-
skeletal dynamics affects the levels of the nucleoside tri-
phosphates? It has been suspected that the dynamics of
actin are implicated in the regulation of ATP levels [51]
and that MT dynamics affect GTP levels (which in turn
might affect those dynamics) [52]. Recently, it has been
pointed out that the 10-fold decrease in the GTP/GMPratio observed in yeast following nutrient changes: “high-
lights the sensitivity of this ratio (as an) indicator of meta-
bolic status” [53] – and GTP hydrolysis is tightly coupled
to the dynamics of polymerization of tubulin subunits
[54], a hydrolysis stimulated by MAPs which increases the
efficiency of nucleation [55]. (Note that this relationship
with MAPs is, again, two-way as shown when GTP
impedes the association of the MAP TPPP/p25 with the
MT mitotic spindle to arrest mitosis in Drosophila [56]).
Functional consequences of cytoskeletal sensing
There is abundant evidence that, in addition to the
metabolic enzymes, other proteins binding to the actin
and tubulin cytoskeletons alter their dynamics. In the
case of actin, the unregulated polymerization of actin
filaments is inhibited in cells by actin monomer-binding
proteins such as profilin and Tbeta4 [57]. Nucleators of
actin polymerization include the Arp2/3 complex and its
large family of nucleation-promoting factors (NPFs), for-
mins, Spire, Cobl, VopL/VopF, TARP and Lmod. These
proteins control the time and location for polymerization
and influence the structures of the actin networks. Coro-
nin, an important protein in actin dynamics, changes its
activity depending on the nucleotidic state of actin [58].
IQGAPs are actin-binding proteins that transmit extracel-
lular signals to the actin network so as to influence mito-
genic, morphological and migratory cell behavior [59,60].
In growth cones, ezrin/radixin/moesin (ERM) proteins
tether actin filaments to the cell membrane and transmit
Nerve growth factor and neurotrophin-3 signals to the
actin network, which leads to its remodeling and to the re-
distribution of adhesion receptors [61]; similarly, the vas-
cular endothelial growth factor receptor 2 transduces the
VEGF signal into major actin rearrangements [62]. In
A. thaliana, hexokinase1 interacts with actin; given that a
normal functioning actin cytoskeleton is required for hex-
okinase1 to play its role in glucose signaling, it has been
suggested that this enzyme “might alter F-actin dynamics
and thereby influence the formation and/or stabilization
of cytoskeleton-bound polysomes” [63,64].
It was proposed in 1951 that the cytoskeleton might
serve as a cellular ‘nervous system’ [65]. More recently,
it has been argued in the case of tubulin that phosphor-
ylation in neuronal MT networks could play the central
role in the signaling and encoding required in memory
[66]. In line with this, microtubule-associated proteins,
such as tau and TPPP/p25, promote MT assembly and
stabilize MT networks with phosphorylation regulating
these functions [67,68]. Changes in the phosphorylation
of tau are correlated with changes in the association of
tau with the MT network [69]. Distinct superstructures
of the MT network have different binding potencies for
metabolic enzymes and motor proteins; this results in
altered sensing. A related – extreme – example of this is
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gregation of filamentous tau, the consequent activation
of axonal protein protein phosphatase 1 and glycogen
synthase kinase 3, and the inhibition of axonal transport
[70], a critical factor in neurodegenerative diseases [71].
The aggregation of tau may be a protective mechanism
that helps avoid the interaction of abnormal tau with the
MT network, an interaction that in our hypothesis
should result in a major perturbation of MT signaling
and its consequences [72], given that the neurofibrillar
tangles of tau alter MT dynamics significantly. In many
plants, the directional deposition of cellulose microfibrils
determines anisotropic growth and cell shape. These
microfibrils are made by plasma membrane-located cel-
lulose synthase complexes that are aligned with and that
move along cortical microtubules. Since defects in the
mobility of these complexes affects the MT network, it
has been proposed that “some form of signaling process
communicates the cellulose synthesis impairment to
microtubules . . . a direct feedback loop between these
complexes and microtubules could be involved” [73]. It
is therefore conceivable that this loop includes an effect
of the activity of the cellulose synthase complexes on
MT binding and dynamics.
There are intriguing relationships between growth fac-
tor receptors, cytoskeletal organization, changes in cell
shape, the glycolytic flux and the onset of S-phase.
Shape changes are central to the cell cycle, which entails
major reorganizations of both microfilaments and MTs.
In the case of microfilaments, it should be noted that
some actin exists in the form of a perinuclear actin cap
and associated focal adhesions that shape the nucleus
during interphase and that mediate mechanotransduc-
tion, motility, polarization and differentiation [74]. Ex-
ternal signal molecules, such as growth factors and
extracellular matrix components, act via signal transduc-
tion pathways (which include those based on MAP kin-
ase and PI-3 kinase) to determine whether the cell in G1
phase continues proliferation or undergoes apoptosis,
differentiation, or quiescence. Actin dynamics have been
proposed as important in this progression through G1
given actin’s role in these pathways, in transcription (see
below) and in cell shape and structure [75]. Both glu-
tamine and glucose are needed for progression from G1
into S phase. This progression is inhibited by inactivation
of a critical enzyme in glutaminolysis, glutaminase 1, or by
inactivation of the glycolysis-promoting enzyme, 6-phos-
phofructo-2-kinase/fructose-2,6-bisphosphatase isoform 3
[76]. Signal transduction pathways, for example, involving
molecular chaperones and immunophilins, also influence
MT dynamics to determine cell cycle progress and differ-
entiation [72].
An important consequence of cytoskeletal sensing is
on transcription. When the F-actin:G-actin levels are low,G-actin binds to MAL and prevents MAL activating the
SRF transcription factor whilst when the F-actin:G-actin
levels are high, MAL is free to activate SRF. This has led
to the question being raised as to whether “altered F-actin:
G-actin ratios arising during guidance responses mediated
by UNC-115/ablim or other cytoskeletal regulators in the
growth cone influence gene expression during guidance”
[32].
Where do isoforms fit in? In the integrative sensing hy-
pothesis, cytoskeletal binding to different isoforms should
have different functional consequences. MTs bind PK, an
isoform of which, pyruvate kinase M2, is a major regulator
of the glycolytic flux in tumor cells; this has led to the sug-
gestion that M2-PK is a metabolic sensor which regulates
cell proliferation, cell growth and apoptotic cell death in a
glucose supply-dependent manner [77]. Enolase is a glyco-
lytic enzyme acting on 2-phosphoglycerate and, in higher
vertebrates, exists as cell-type specific α and/or β isoforms.
MTs interact with both isoforms, and the direct binding of
tubulin to enolase is abolished by its substrate [78]. During
myogenic differentiation, the level of the β subunit
increased and became partially aligned along the MT net-
work. At various stages of this differentiation, MTs were
decorated by the different enolase isoforms depending on
the dynamic state of the MTs and the abundance of the
isoforms [78]. The fact that the changes in the MT dy-
namics, which accompany the transition from myoblast to
myotubes, may be related to the 2-phosphoglycerate level
and to isoform abundances would be consistent with the
MT network acting as a sensor to control this transition.
In this context of relationships between MT structures,
binding and function, an interesting variant is the binding
of the anti-cancer agent KAR2 by mitotic spindle MTs but
not by interphase MTs which has the functional conse-
quence of inhibiting cell division [79].
Testing the hypothesis
The following predictions and corollaries (in the case of
isoforms) of the hypothesis could readily be tested
experimentally or by simulation and modeling:
1/ Isoform differences. The numerous isoforms of actin
and tubulin occurring within the same cell should
differ in their capacity to bind enzymes and,
reciprocally, the isoforms of enzymes should differ in
their affinities for microfilaments and microtubules.
Some in vitro evidence exists already for this insofar as
the dissociated form of the M (muscle) isoform of PFK
binds to MT but the C (brain) isoform, which is a
stable tetramer, does not [80].
2/ Metabolism to cytoskeletal dynamics and back to
metabolism. The state of the metabolism should
influence, via post-translational modifications to the
cytoskeleton-binding enzymes and to actin and tubulin
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determine the binding and activity of enzymes;
reciprocally, this binding should then determine
metabolic activity. The prediction is that there would
be a relationship between alterations to the sites on
tubulin and actin that undergo post-translational
modification and cytoskeletal interaction with
metabolic enzymes.
3/ Cytoskeletal dynamics and ATP/GTP levels. The
changes in efficiency of ATP and GTP hydrolysis that
result from the changes in the ultrastructure of the
cytoskeleton (as described in 1/ and 2/) should be
sufficient to cause changes in metabolism and signaling
that affect the phenotype. Measurement (and
simulation, see 4/ below) of the intracellular levels of
ATP and GTP under different conditions of cytoskeletal
dynamics and enzyme-cytoskeleton binding should
reveal whether this is sufficient to significantly affect
local and perhaps global levels and ratios of ATP and
GTP and related nucleotides. In some cases, it is
conceivable that changes in the level and ratios of
nucleotides might be masked by, for instance, an up-
regulation of the activity of mitochondria (which could
itself be tested for).
4/ Signaling gradients. Non-homogeneous spatio-
temporal distributions of metabolites with a potential
for signaling (as well as the distribution of the enzymes
themselves) should be generated by functioning-
dependent association or disassociation of enzymes
from cytoskeletal filaments. Such distributions could be
revealed by simulation with stochastic automata such
as HSIM [81] which has been used to show that
confining metabolic enzymes to a hyperstructure can
generate a spatial gradient of the product. They might
even be revealed by using a combination of isotope-
labeled molecules such as 13C-glycogen and Secondary
Ion Mass Spectrometry [82].
5/ Cytoskeletal relationships with moonlighters.
Moonlighting enzymes [83,84] should often have a
special relationship with the cytoskeleton with, for
example, their multiple functions being related to their
being bound to, or separate from, the cytoskeleton.
Changes in the levels of glyceraldehyde-3-phosphate
and of D-glycerate 1,3-bisphosphate – and hence
changes in growth rates and even metastatic potential
– might be expected to result from modifications to
GAPDH that increase or decrease its affinity for
microtubules (and/or microfilaments) and from
modifications to microtubules and microfilaments
(e.g. via drugs) that affect the binding of GAPDH to the
cytoskeleton. Such changes in the level of the enzymes
would have to be distinguished from those resulting
simply from secondary changes to the catalytic activity
of the enzymes.6/ Gene expression. In the case of isoforms, gene
expression is clearly involved during myoblast
differentiation, when cytoskeletal reorganization and, in
particular, the regulation of microtubule dynamics, lead
to sarcomere formation (see above). This complex
process requires ATP, which is supplied by glycolysis,
and the association of different isoforms of enolase to
the microtubule system [78]; significantly, the fusion of
myoblast microtubules leading to myotube formation is
coupled with a large increase in the expression of β
enolase [85]. In the case of moonlighting enzymes,
coherent effects on the patterns of gene expression
should result from changes to the cytoskeletal binding
of, for example, GAPDH, given that this enzyme is part
of the OCA-S transcriptional coactivator complex [86].
7/ Cell shape, volume and the cell cycle. Alterations to
metabolic enzymes (or to growth factor receptors) that
result in their adopting either an active conformation
in the presence of substrate or an inactive
conformation in the presence of substrate should alter
cytoskeletal dynamics so as to advance or retard,
respectively, the onset of S-phase. Such alterations
should also affect shape and volume, consistent with a
cytoskeleton-mediated sensing of metabolism.
Implications of the hypothesis
The cytoskeletal integrative sensor hypothesis is an at-
tempt to answer the question of how cells sense and
integrate a wide diversity of chemical and physical infor-
mation so as to converge onto a few outputs and gener-
ate a coherent phenotype. This hypothesis is in itself
insufficient but it can be combined with other, comple-
mentary, hypotheses to give an integrated picture of cell
functioning.
One of these hypotheses is based on the possibility of
ion condensation on the cytoskeleton [87]. Positive
counterions such as potassium, magnesium, calcium and
polyamines can condense onto negatively charged linear
polymers [88]. Such condensation leads to the counter-
ions being delocalized and diffusing in the near region in
intimate contact with the polymer or other surface [89].
Condensation occurs at a critical value of the charge
density of the polymer and resembles a phase transition
in that it occurs in an abrupt fashion (for references see
[87]). Since the activity of protein kinases and phospha-
tases can be modulated by ions, condensed ions on protein
filaments might play a major role in the phosphorylation/
dephosphorylation of a wide variety of protein filaments by
filament-associated kinases/phosphatases. In this hypoth-
esis, calcium condensation/decondensation on the macro-
molecular network creates coherent patterns of protein
phosphorylation that transduce signals [87]. One of the
attractive features of this hypothesis is that changes
in temperature and in the tensional state of the
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tion on this network hence allowing it to integrate chem-
ical and physical signals. Divalent ion condensation can
also occur in vitro on MTs or actin microfilaments [90-94].
Since both actin and tubulin are negatively charged, the
possibility exists that ion condensation on MTs and micro-
filaments occurs in vivo, as discussed in the case of the
bacterial tubulin, FtsZ [95]. In the case of magnesium, con-
densation of this ion could provide a powerful basis for the
activation of enzymes associated with the cytoskeleton
whilst decondensation could activate enzymes free in the
cytoplasm. Note too that cytoskeleton-associated enzymes
could undergo conformational changes due to mechano-
transduction by the cytoskeleton [96,97] and that such
changes can modulate catalysis [98]; this relationship may
be two-way.
A second relevant, integrative hypothesis involves the
mechano-transduction properties of the cytoskeleton
and associated structures such as focal adhesion com-
plexes [99,100] which contain signaling proteins like
Focal Adhesion Kinase, G-proteins like RhoA and
stretch-sensitive proteins like ion channels and Talin.
The nature of the extracellular matrix affects the com-
position, structure and size of focal adhesions. Focal
adhesions help determine the state of the attached cyto-
skeleton which, in our proposal, affects metabolism. In
this way, classical mechano-transduction signaling path-
ways could be integrated with metabolism at the level of
the cytoskeleton.
A third integrative hypothesis of relevance is that of
the cell as being a set of functioning-dependent hyper-
structures in which, first, the functioning of an enzyme
determines whether or not that enzyme binds to related
enzymes and, second, enzymes that are free (i.e. un-
bound) are degraded preferentially [101]. There is
therefore spatial or configurational control over pheno-
type. These ideas are compatible with the integrative
sensing hypothesis insofar as the actin and tubulin
cytoskeletons plus their associated enzymes might con-
stitute ‘first among equals’ in the class of functioning-
dependent hyperstructures. For example, an enzyme
activated by substrate could bind to the cytoskeleton
where it would be safe from proteases. There are echoes
here of molecular complementarity whereby, first, the
binding of biomolecules to one another often alters their
physiological activities, and conversely, molecules with
closely related physiological activities often bind to one
other, and second, the binding of compounds to one
another protects them and leads to their accumulation
[102,103]. Finally, in the cytoskeletal sensing hypothesis,
the activity of numerous enzymes may be transduced
by cytoskeletal dynamics into levels of ATP and GTP,
two simple outputs with myriad connections to cellular
processes.Abbreviations
MT: Microtubule; FDS: Functioning-dependent structure;
PFK: Phosphofructokinase; GAPDH: Glyceraldehyde-3-phosphate
dehydrogenase; TPPP: Tau and tubulin polymerization-promoting protein.
Authors’ contributions
All authors contributed equally to the ideas and to the writing of the
manuscript. All authors read and approved the final manuscript.
Acknowledgments
For helpful comments and ideas, we thank Stan Salthe, Jay Lemke and the
anonymous reviewers. For support, we thank the Epigenomics Project,
Genopole, the CNRS (DYCOEC, GDR 2984 and the European Network in
Systems Biology, GDRE 513), the Hungarian National Scientific Research Fund
−OTKA [T-067963 and T-101039], the European Commission [(DCI-ALA/
19.09.01/10/21526/245-297/ALFA 111(2010)29] and European Concerted
Research Action [COST Action TD0905] (to J. Ová di).
Author details
1EA 3829, Faculté des Sciences de l’Université de Rouen, 76821, Mont Saint
Aignan Cedex, France. 2DYCOEC, CNRS (GDR 2984), CORIA, Université de
Rouen, Rouen, France. 3LRI, Univ. Paris Sud, CNRS, UMR 8623, & INRIA Saclay,
F-91405, Orsay, Cedex, France. 4Institute of Enzymology, Research Center for
Natural Sciences, Hungarian Academy of Sciences, Budapest, Hungary.
Received: 27 June 2012 Accepted: 22 January 2013
Published: 11 February 2013
References
1. Araiza-Olivera D, Uribe-Carvajal S, Chiquete-Félix N, Rosas-Lemus M, Ruíz-
Granados G, Sampedro JG, Mújica A, Peña A: Metabolic Optimization by
Enzyme-Enzyme and Enzyme-Cytoskeleton Associations. In Cell
Metabolism – Cell Homeostasis and Stress Response. Edited by Bubulya P.
Rijeka: InTech; 2012:101–114.
2. Kauffman S: At home in the Universe, the search for the laws of complexity.
London: Penguin; 1996.
3. Thellier M, Legent G, Norris V, Baron C, Ripoll C: Introduction to the
concept of “functioning-dependent structures” in living cells. C:R:
Biologies 2004, 327:1017–1024.
4. Norris V, Gascuel P, Guespin-Michel J, Ripoll C, Saier MH Jr: Metabolite-
induced metabolons: the activation of transporter-enzyme complexes by
substrate binding. Mol Microbiol 1999, 31:1592–1595.
5. Thellier M, Legent G, Amar P, Norris V, Ripoll C: Steady-state kinetic
behaviour of functioning-dependent structures. FEBS J 2006,
273(18):4287–4299.
6. Nemat-Gorgani M, Wilson JE: Ambiquitous behavior–a biological
phenomenon of general significance? Curr Top Cell Regul 1980, 16:45–54.
7. Jeffery CJ: Multifunctional proteins: examples of gene sharing. Ann Med
2003, 35(1):28–35.
8. Weart RB, Lee AH, Chien AC, Haeusser DP, Hill NS, Levin PA: A metabolic
sensor governing cell size in bacteria. Cell 2007, 130(2):335–347.
9. Norris V, Turnock G, Sigee D: The Escherichia coli enzoskeleton. Mol
Microbiol 1996, 19:197–204.
10. Norris V, den Blaauwen T, Cabin-Flaman A, Doi RH, Harshey R, Janniere L,
Jimenez-Sanchez A, Jin DJ, Levin PA, Mileykovskaya E, et al: Functional
taxonomy of bacterial hyperstructures. Microbiol Mol Biol Rev 2007,
71(1):230–253.
11. Lemke JL: Opening up closure. Semiotics across scales. Ann N Y Acad Sci
2000, 901:100–111.
12. Salthe S: Evolving Hierarchical Systems. New York: Columbia University Press;
1985.
13. Bray D, Levin MD, Morton-Firth CL: Receptor clustering as a cellular
mechanism to control sensitivity. Nature 1998, 393:85–88.
14. Kirschner M, Gerhart J, Mitchison T: Molecular “vitalism”. Cell 2000,
100(1):79–88.
15. Lloyd C, Hussey P: Microtubule-associated proteins in plants–why we
need a MAP. Nature reviews 2001, 2(1):40–47.
16. Clegg J, Kell D, Knull H, Welch GR, Wilson J: Macromolecular interactions:
tracing the roots. Trends Biochem Sci 2001, 26(2):91.
17. Narayanaswamy R, Levy M, Tsechansky M, Stovall GM, O’Connell JD,
Mirrielees J, Ellington AD, Marcotte EM: Widespread reorganization of
Norris et al. BMC Biochemistry 2013, 14:3 Page 9 of 10
http://www.biomedcentral.com/1471-2091/14/3metabolic enzymes into reversible assemblies upon nutrient starvation.
Proc Natl Acad Sci U S A 2009, 106(25):10147–10152.
18. Noree C, Sato BK, Broyer RM, Wilhelm JE: Identification of novel filament-
forming proteins in Saccharomyces cerevisiae and Drosophila
melanogaster. J Cell Biol 2010, 190(4):541–551.
19. Sagot I, Pinson B, Salin B, Daignan-Fornier B: Actin bodies in yeast
quiescent cells: an immediately available actin reserve? Mol Biol Cell 2006,
17(11):4645–4655.
20. Jiang S, Seng S, Avraham HK, Fu Y, Avraham S: Process elongation of
oligodendrocytes is promoted by the Kelch-related protein MRP2/KLHL1.
J Biol Chem 2007, 282(16):12319–12329.
21. Lehotzky A, Lau P, Tokesi N, Muja N, Hudson LD, Ovadi J: Tubulin
polymerization-promoting protein (TPPP/p25) is critical for
oligodendrocyte differentiation. GLIA 2010, 58(2):157–168.
22. Ovadi J, Orosz F, Hollan S: Functional aspects of cellular
microcompartmentation in the development of neurodegeneration:
mutation induced aberrant protein-protein associations. Mol Cell Biochem
2004, 256–257(1–2):83–93.
23. Chuong SD, Good AG, Taylor GJ, Freeman MC, Moorhead GB, Muench DG:
Large-scale identification of tubulin-binding proteins provides insight on
subcellular trafficking, metabolic channeling, and signaling in plant cells.
Mol Cell Proteomics 2004, 3(10):970–983.
24. An S, Deng Y, Tomsho JW, Kyoung M, Benkovic SJ: Microtubule-assisted
mechanism for functional metabolic macromolecular complex
formation. Proc Natl Acad Sci U S A 2010, 107(29):12872–12876.
25. Landgraf D, Okumus B, Chien P, Baker TA, Paulsson J: Segregation of
molecules at cell division reveals native protein localization. Nat Methods
2012, 9(5):480–482.
26. Schmitz HD, Bereiter-Hahn J: Glyceraldehyde-3-phosphate dehydrogenase
associates with actin filaments in serum deprived NIH 3T3 cells only.
Cell Biol Int 2002, 26(2):155–164.
27. Waingeh VF, Gustafson CD, Kozliak EI, Lowe SL, Knull HR, Thomasson KA:
Glycolytic enzyme interactions with yeast and skeletal muscle F-actin.
Biophys J 2006, 90(4):1371–1384.
28. Schindler R, Weichselsdorfer E, Wagner O, Bereiter-Hahn J: Aldolase-
localization in cultured cells: cell-type and substrate-specific regulation
of cytoskeletal associations. Biochem Cell Biol 2001, 79(6):719–728.
29. Holtgrawe D, Scholz A, Altmann B, Scheibe R: Cytoskeleton-associated,
carbohydrate-metabolizing enzymes in maize identified by yeast
two-hybrid screening. Physiol Plant 2005, 125(2):141–156.
30. Klopfenstein DR, Vale RD, Rogers SL: Motor protein receptors:
moonlighting on other jobs. Cell 2000, 103(4):537–540.
31. Huang JB, Espinoza J, Romero R, Petty HR: Apparent role of dynein in
glucose-6-phosphate dehydrogenase trafficking in neutrophils from
pregnant women. Metab Clin Exp 2006, 55(3):279–281.
32. Dent EW, Gupton SL, Gertler FB: The growth cone cytoskeleton in axon
outgrowth and guidance. Cold Spring Harb Perspect Biol 2011, 3(3):1–45.
33. Sampathkumar A, Lindeboom JJ, Debolt S, Gutierrez R, Ehrhardt DW,
Ketelaar T, Persson S: Live cell imaging reveals structural associations
between the actin and microtubule cytoskeleton in Arabidopsis.
Plant Cell 2011, 23(6):2302–2313.
34. Romagnoli S, Faleri C, Bini L, Baskin TI, Cresti M: Cytosolic proteins from
tobacco pollen tubes that crosslink microtubules and actin filaments
in vitro are metabolic enzymes. Cytoskeleton (Hoboken) 2010,
67(12):745–754.
35. Del Duca S, Serafini-Fracassini D, Bonner P, Cresti M, Cai G: Effects of post-
translational modifications catalysed by pollen transglutaminase on the
functional properties of microtubules and actin filaments. Biochem J
2009, 418(3):651–664.
36. Sola-Penna M, Da Silva D, Coelho WS, Marinho-Carvalho MM, Zancan P:
Regulation of mammalian muscle type 6-phosphofructo-1-kinase and its
implication for the control of the metabolism. IUBMB Life 2010,
62(11):791–796.
37. Vertessy BG, Kovacs J, Low P, Lehotzky A, Molnar A, Orosz F, Ovadi J:
Characterization of microtubule-phosphofructokinase complex: specific
effects of MgATP and vinblastine. Biochemistry 1997, 36(8):2051–2062.
38. Real-Hohn A, Zancan P, Da Silva D, Martins ER, Salgado LT, Mermelstein CS,
Gomes AM, Sola-Penna M: Filamentous actin and its associated binding
proteins are the stimulatory site for 6-phosphofructo-1-kinase
association within the membrane of human erythrocytes. Biochimie 2010,
92(5):538–544.39. Wang J, Tolan DR, Pagliaro L: Metabolic compartmentation in living cells:
structural association of aldolase. Exp Cell Res 1997, 237(2):445–451.
40. Duncan KA, Huber SC: Sucrose synthase oligomerization and F-actin
association are regulated by sucrose concentration and phosphorylation.
Plant Cell Physiol 2007, 48(11):1612–1623.
41. Fridman E, Lichtstein D, Rosen H: Formation of new high density
glycogen-microtubule structures is induced by cardiac steroids. J Biol
Chem 2012, 287(9):6518–6529.
42. Ranjith P, Lacoste D, Mallick K, Joanny JF: Nonequilibrium self-assembly of
a filament coupled to ATP/GTP hydrolysis. Biophys J 2009,
96(6):2146–2159.
43. Margolis RL: Role of GTP hydrolysis in microtubule treadmilling and
assembly. Proc Natl Acad Sci U S A 1981, 78(3):1586–1590.
44. Moore A, Wordeman L: The mechanism, function and regulation of
depolymerizing kinesins during mitosis. Trends Cell Biol 2004,
14(10):537–546.
45. Wittmann T, Waterman-Storer CM: Cell motility: can Rho GTPases and
microtubules point the way? J Cell Sci 2001, 114(Pt 21):3795–3803.
46. Bos JL, Rehmann H, Wittinghofer A: GEFs and GAPs: critical elements in
the control of small G proteins. Cell 2007, 129(5):865–877.
47. Ridley AJ, Hall A: The small GTP-binding protein rho regulates the
assembly of focal adhesions and actin stress fibers in response to
growth factors. Cell 1992, 70(3):389–399.
48. Yang N, Higuchi O, Ohashi K, Nagata K, Wada A, Kangawa K, Nishida E,
Mizuno K: Cofilin phosphorylation by LIM-kinase 1 and its role in
Rac-mediated actin reorganization. Nature 1998, 393(6687):809–812.
49. Chrzanowska-Wodnicka M, Burridge K: Rho-stimulated contractility drives
the formation of stress fibers and focal adhesions. J Cell Biol 1996,
133(6):1403–1415.
50. Young KG, Copeland JW: Formins in cell signaling. Biochim Biophys Acta
2010, 1803(2):183–190.
51. Jeong SY, Shin SY, Kim HS, Bae CD, Uhm DY, Park MK, Chung S: Regulation
of magnesium-inhibited cation current by actin cytoskeleton
rearrangement. Biochem Biophys Res Commun 2006, 339(3):810–815.
52. Craddock TJ, St George M, Freedman H, Barakat KH, Damaraju S, Hameroff S,
Tuszynski JA: Computational predictions of volatile anesthetic
interactions with the microtubule cytoskeleton: implications for side
effects of general anesthesia. PLoS One 2012, 7(6):e37251.
53. Bergdahl B, Heer D, Sauer U, Hahn-Hagerdal B, van Niel EW: Dynamic
metabolomics differentiates between carbon and energy starvation in
recombinant Saccharomyces cerevisiae fermenting xylose.
Biotechnol Biofuels 2012, 5(1):34.
54. Hyman AA, Salser S, Drechsel DN, Unwin N, Mitchison TJ: Role of GTP
hydrolysis in microtubule dynamics: information from a slowly
hydrolyzable analogue, GMPCPP. Mol Biol Cell 1992, 3(10):1155–1167.
55. Sloboda RD, Dentler WL, Rosenbaum JL: Microtubule-associated proteins
and the stimulation of tubulin assembly in vitro. Biochemistry 1976,
15(20):4497–4505.
56. Tirian L, Hlavanda E, Olah J, Horvath I, Orosz F, Szabo B, Kovacs J, Szabad J,
Ovadi J: TPPP/p25 promotes tubulin assemblies and blocks mitotic
spindle formation. Proc Natl Acad Sci U S A 2003, 100(24):13976–13981.
57. Dominguez R: Actin filament nucleation and elongation
factors–structure-function relationships. Crit Rev Biochem Mol Biol 2009,
44(6):351–366.
58. Gandhi M, Achard V, Blanchoin L, Goode BL: Coronin switches roles in
actin disassembly depending on the nucleotide state of actin. Mol Cell
2009, 34(3):364–374.
59. Meyer RD, Sacks DB, Rahimi N: IQGAP1-dependent signaling pathway
regulates endothelial cell proliferation and angiogenesis. PLoS One 2008,
3(12):e3848.
60. White CD, Brown MD, Sacks DB: IQGAPs in cancer: a family of scaffold
proteins underlying tumorigenesis. FEBS Lett 2009, 583(12):1817–1824.
61. Marsick BM, San Miguel-Ruiz JE, Letourneau PC: Activation of ezrin/radixin/
moesin mediates attractive growth cone guidance through regulation of
growth cone actin and adhesion receptors. J Neurosci 2012, 32(1):282–296.
62. Olbrich L, Foehring D, Happel P, Brand-Saberi B, Theiss C: Fast
rearrangement of the neuronal growth cone's actin cytoskeleton
following VEGF stimulation. Histochem Cell Biol 2012, .
63. Balasubramanian R, Karve A, Moore BD: Actin-based cellular framework for
glucose signaling by Arabidopsis hexokinase1. Plant Signal Behav 2008,
3(5):322–324.
Norris et al. BMC Biochemistry 2013, 14:3 Page 10 of 10
http://www.biomedcentral.com/1471-2091/14/364. Karve A, Xia X, Moore B: Arabidopsis Hexokinase-Like1 and Hexokinase1
form a critical node in mediating plant glucose and ethylene responses.
Plant Physiol 2012, 158(4):1965–1975.
65. Sherrington CS: Man on his nature. 2nd edition. Cambridge: Cambridge
University Press; 1951.
66. Craddock TJ, Tuszynski JA, Hameroff S: Cytoskeletal signaling: is memory
encoded in microtubule lattices by CaMKII phosphorylation?
PLoS Comput Biol 2012, 8(3):e1002421.
67. Hlavanda E, Klement E, Kokai E, Kovacs J, Vincze O, Tokesi N, Orosz F,
Medzihradszky KF, Dombradi V, Ovadi J: Phosphorylation blocks the
activity of tubulin polymerization-promoting protein (TPPP):
identification of sites targeted by different kinases. J Biol Chem 2007,
282(40):29531–29539.
68. Zheng GQ, Wang XM, Wang Y, Wang XT: Tau as a potential novel
therapeutic target in ischemic stroke. J Cell Biochem 2010, 109(1):26–29.
69. Wagner U, Utton M, Gallo JM, Miller CC: Cellular phosphorylation of tau by
GSK-3 beta influences tau binding to microtubules and microtubule
organisation. J Cell Sci 1996, 109(Pt 6):1537–1543.
70. LaPointe NE, Morfini G, Pigino G, Gaisina IN, Kozikowski AP, Binder LI, Brady
ST: The amino terminus of tau inhibits kinesin-dependent axonal
transport: implications for filament toxicity. J Neurosci Res 2009,
87:440–451.
71. Alonso A, Zaidi T, Novak M, Grundke-Iqbal I, Iqbal K: Hyperphosphorylation
induces self-assembly of tau into tangles of paired helical filaments/
straight filaments. Proc Natl Acad Sci U S A 2001, 98(12):6923–6928.
72. Quinta HR, Galigniana NM, Erlejman AG, Lagadari M, Piwien-Pilipuk G,
Galigniana MD: Management of cytoskeleton architecture by molecular
chaperones and immunophilins. Cell Signal 2011, 23(12):1907–1920.
73. Bringmann M, Landrein B, Schudoma C, Hamant O, Hauser MT, Persson S:
Cracking the elusive alignment hypothesis: the microtubule-cellulose
synthase nexus unraveled. Trends Plant Sci 2012, 17(11):666–674.
74. Kim DH, Khatau SB, Feng Y, Walcott S, Sun SX, Longmore GD, Wirtz D: Actin
cap associated focal adhesions and their distinct role in cellular
mechanosensing. Sci Rep 2012, 2:555.
75. Boonstra J, Moes MJ: Signal transduction and actin in the regulation of
G1-phase progression. Crit Rev Eukaryot Gene Expr 2005, 15(3):255–276.
76. Colombo SL, Palacios-Callender M, Frakich N, Carcamo S, Kovacs I,
Tudzarova S, Moncada S: Molecular basis for the differential use of
glucose and glutamine in cell proliferation as revealed by synchronized
HeLa cells. Proc Natl Acad Sci U S A 2011, 108(52):21069–21074.
77. Spoden GA, Rostek U, Lechner S, Mitterberger M, Mazurek S, Zwerschke W:
Pyruvate kinase isoenzyme M2 is a glycolytic sensor differentially
regulating cell proliferation, cell size and apoptotic cell death dependent
on glucose supply. Exp Cell Res 2009, 315(16):2765–2774.
78. Keller A, Peltzer J, Carpentier G, Horvath I, Olah J, Duchesnay A, Orosz F,
Ovadi J: Interactions of enolase isoforms with tubulin and microtubules
during myogenesis. Biochim Biophys Acta 2007, 1770(6):919–926.
79. Gonzalez-Alvarez I, Gonzalez-Alvarez M, Oltra-Noguera D, Merino V, Tokesi N,
Ovadi J, Bermejo M: Unique pharmacology of KAR-2, a potential anti-
cancer agent: absorption modelling and selective mitotic spindle
targeting. Eur J Pharm Sci 2009, 36(1):11–19.
80. Vertessy BG, Kovacs J, Ovadi J: Specific characteristics of
phosphofructokinase-microtubule interaction. FEBS Lett 1996,
379(2):191–195.
81. Amar P, Legent G, Thellier M, Ripoll C, Bernot G, Nystrom T, Saier MH Jr,
Norris V: A stochastic automaton shows how enzyme assemblies may
contribute to metabolic efficiency. BMC Syst Biol 2008, 2:27.
82. Gangwe Nana G, Gibouin D, Lefebvre F, Delaune A, Jannière L, Ripoll C,
Cabin-Flaman A, Norris V: Intracellular and population heterogeneity in
Bacillus subtilis revealed by Secondary Ion Mass Spectrometry. In
Modelling complex biological systems in the context of genomics. Edited by
Amar P, Kepes F, Norris V. Evry: EDP Sciences; 2012:79–84. ISBN 978-2-7598-
0753-6.
83. Flores CL, Gancedo C: Unraveling moonlighting functions with yeasts.
IUBMB Life 2011, 63(7):457–462.
84. Jeffery CJ: Proteins with neomorphic moonlighting functions in disease.
IUBMB Life 2011, 63(7):489–494.
85. Fougerousse F, Edom-Vovard F, Merkulova T, Ott MO, Durand M, Butler-
Browne G, Keller A: The muscle-specific enolase is an early marker of
human myogenesis. J Muscle Res Cell Motil 2001, 22(6):535–544.86. Zheng L, Roeder RG, Luo Y: S phase activation of the histone H2B
promoter by OCA-S, a coactivator complex that contains GAPDH as a
key component. Cell 2003, 114(2):255–266.
87. Ripoll C, Norris V, Thellier M: Ion condensation and signal transduction.
Bioessays 2004, 26:549–557.
88. Oosawa F: Polyelectrolytes. New York: Dekker; 1971.
89. Manning GS: Counterion condensation on charged spheres, cylinders,
and planes. J Phys Chem B 2007, 111(29):8554–8559.
90. Lin EC, Cantiello HF: A novel method to study the electrodynamic
behavior of actin filaments. Evidence for cable-like properties of actin.
Biophys J 1993, 65(4):1371–1378.
91. Tang JX, Janmey PA: The polyelectrolyte nature of F-actin and the
mechanism of actin bundle formation. J Biol Chem 1996, 271:8556–8563.
92. Tang JX, Wong S, Tran PT PAJ: Counterion induced bundle formation of
rodlike polyelectrolytes. Ber Bunsenges Phys Chem 1996, 100:796–806.
93. Tang JX, Kas JA, Shah JV, Janmey PA: Counterion-induced actin ring
formation. Eur Biophys J 2001, 30(7):477–484.
94. Gartzke J, Lange K: Cellular target of weak magnetic fields: ionic
conduction along actin filaments of microvilli. Am J Physiol 2002,
283(5):C1333–C1346.
95. Popp D, Iwasa M, Erickson HP, Narita A, Maeda Y, Robinson RC:
Suprastructures and dynamic properties of Mycobacterium tuberculosis
FtsZ. J Biol Chem 2010, 285(15):11281–11289.
96. Ingber DE: Tensegrity: the architectural basis of cellular
mechanotransduction. Annu Rev Physiol 1997, 59:575–599.
97. Gardner MK, Hunt AJ, Goodson HV, Odde DJ: Microtubule assembly
dynamics: new insights at the nanoscale. Curr Opin Cell Biol 2008,
20(1):64–70.
98. Grinthal A, Adamovic I, Weiner B, Karplus M, Kleckner N: PR65, the HEAT-
repeat scaffold of phosphatase PP2A, is an elastic connector that links
force and catalysis. Proc Natl Acad Sci U S A 2010, 107(6):2467–2472.
99. Wang N, Butler JP, Ingber DE: Mechanotransduction across the cell
surface and through the cytoskeleton. Science (New York, NY 1993,
260:1124–1127.
100. DuFort CC, Paszek MJ, Weaver VM: Balancing forces: architectural control
of mechanotransduction. Nature Reviews 2011, 12(5):308–319.
101. Thellier M, Norris V, Ripoll C: Modélisation du comportement cinétique
des FDS (Functioning-dependent structures) dans les systèmes vivants.
In Comptes-Rendus de la 7ème rencontre du Non-Linéaire. Paris: Non-Linéaire
Publications, Université de Paris-Sud; 2004:281–286. ISBN 2951677332
9782951677333.
102. Root-Bernstein RS, Dillon PF: Molecular complementarity I: the
complementarity theory of the origin and evolution of life. J Theor Biol
1997, 188(4):447–479.
103. Hunding A, Kepes F, Lancet D, Minsky A, Norris V, Raine D, Sriram K, Root-
Bernstein R: Compositional complementarity and prebiotic ecology in the
origin of life. Bioessays 2006, 28(4):399–412.
doi:10.1186/1471-2091-14-3
Cite this article as: Norris et al.: Sensor potency of the moonlighting
enzyme-decorated cytoskeleton: the cytoskeleton as a metabolic
sensor. BMC Biochemistry 2013 14:3.Submit your next manuscript to BioMed Central
and take full advantage of: 
• Convenient online submission
• Thorough peer review
• No space constraints or color ﬁgure charges
• Immediate publication on acceptance
• Inclusion in PubMed, CAS, Scopus and Google Scholar
• Research which is freely available for redistribution
Submit your manuscript at 
www.biomedcentral.com/submit
